ABSTRACT A novel anaerobic ammonium-oxidizing (anammox) bacterium was detected in an upflow column reactor treating synthetic nitrogen-rich saline solution. Here, we assembled a 4.59-Mb draft genome sequence of this bacterium, identified as a member of the genus "Candidatus Scalindua," that has 84% nucleotide-level genomic similarity with the closest related anammox bacterium ("Candidatus Scalindua rubra").
for binning was generated according to the description in the mmgenome package v. 0.6.3 (13) . The genome was extracted by using the mmgenome package in R v. 3.3.1 (14) , and the extracted genome was annotated using PROKKA v. 1.12-beta (15) .
A 4.59-Mb genome sequence comprising 121 contigs (GC content of 41% and N 50 value of 92,628 bp) was obtained, and 2,565 gene-coding regions, 41 tRNAs, and a single rRNA (rrn) operon were annotated. The genome is 90% complete based on CheckM v1.0.5 (16) . The calculated average nucleotide identity with the closest related anammox bacterium ("Ca. Scalindua rubra" [GenBank accession number MAYW00000000]) was 83.72%, and the genome therefore is considered novel.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number RBMW00000000. The Sequence Read Archive (SRA) accession number is SRR7904086. The BioProject accession number is PRJNA492998.
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